**Background and purpose:** Coronaviruses (CoVs) are important human and animal pathogens causing around one-third of the community-acquired upper respiratory tract infections in humans and huge economic loss in animals. While the discovery of SARS-CoV triggered the search for new CoVs in animals, the recent emergence of MERS-CoV in humans and dromedary camels increased the interest in the discovery of novel CoVs as well as other viruses in dromedaries. So far, at least two additional new CoVs have been discovered in dromedaries including DcCoV UAE-HKU23 and human CoV-229E-related camel alpha-CoV. In this study, we investigated the possible carriage of other non-MERS CoVs in imported camels into Saudi Arabia which is a major importer of dromedary camels from Africa.

**Methods:** Approximately 337 nasal swabs were collected from dromedary camels at the port of entry in the western region of Saudi Arabia. Viral RNA was extracted from samples and screened for coronaviruses using RT-PCR. Positive samples were sequenced to identify circulating coronaviruses.

**Results:** Out of 337 tested samples, 28 samples were positive for coronaviruses by RT-PCR. Partial sequencing of these viral genome showed that at least 2 camels were infected with human CoV-229E-related camel alpha-CoV. Partical sequencing of remaining samples did not reveal any known coronaviruses. Full genome of these viruses was sequenced and analyzed to further characterize these viruses.

**Conclusion:** Our data show that that co-infection or concurrent infection with MERS-CoV as well as other CoVs is not uncommon in imported African camels in Saudi Arabia and might result in recombination and/or possible emergence of novel CoVs. Therefore, it is highly recommended to establish enhanced surveillance for CoVs in imported camels to better understand their role in CoVs epidemiology in Saudi Arabia.
